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OM nucleic - nucleic search, using sw model 

Run on: June 19, 2006, 21:15:04 ; Search time 7702 Seconds 

(without alignments) 
10861.506 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-10-680-755A-1 
1496 

1 cgcccttactcactataggg aaaaaaaatatgcggccgcg 1496 



Scoring table: OLIGO_NUC 

Gapop 60.0 , Gapext 60 . 0 

Searched: 48236798 seqs, 27959665780 residues 

Word size : 1 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 100 summaries 



96473154 



Database 



EST: 



1: 


gb__estl : * 


2: 


gb_est3 : * 


3: 


gb_est4 : * 


4: 


gb_est5: * 


5: 


gb_est6: * 


6: 


gb_htc:* 


7 : 


gb_est2:* 


8: 


gb_est7 : * 


9: 


gb_est8:* 


10: 


gb_est9 : * 


11: 


gb_gssl : * 


12: 


gb_gss2 : * 


13: 


gb__gss3 : * 


14: 


gb_gss4 : * 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





No . 


Score 


Match Length DB 


ID 


uescrip uion 


c 


1 


451 


30.1 


569 


9 


DB312688 


DdJIZdoo JJdJ±ZDoo 




2 


436 


29.1 


624 


9 


T"\ft ft ft £ ft £ 

DR00696D 


DKUUbybO itllOOOD 




3 


410 


27.4 


468 


4 


BX115959 


nvi 1 COCO nv1 1 coco 

BX115 95 9 BXlloyoy 


c 


4 


404 


27.0 


404 


1 


AI277349 


A±2/M4y qmo^auo.x 


c 


5 


371 


24.8 


457 


1 


AI718823 


AI/18823 atloniz.x 




6 


231 


15.4 


231 


14 


AY406752 


AY4Q6752 HOItlO sapi 




7 


231 


15.4 


231 


14 


AY406753 


AY4Q6753 Pan trogi 


c 


8 


221 


14.8 


419 


7 


AW082911 


AW082911 xc04cl0.x 


c 


9 


147 


9.8 


323 


7 


BE242960 


r% t^ ft ^ ft ft /■" ft /"< TV TV ft ft ft 

BE242960 TCAAP2D23 




10 


45 


3.0 


782 


5 


CJ483386 


y-t -r >i o ft ft ft /r T/ioOTc*)^r 

CJ483386 CJ483386 


c 


11 


39 


2.6 


251 


10 


T - -r 4*S ft ^ ft ft ^ 

DW287236 


TYTVT ft O "7 O O ^ T n 7\ r"T7 A ^ OA 

DW2872 36 LRAGEO 420 




12 


39 


2.6 


301 


10 


DW336914 


DW336914 LRAGE0498 


c 


13 


39 


2.6 


308 


10 


DW290825 


T^T^T ft ft ft ft ft r T" "f\ ^* ft C ft ^ 

DW290825 LRAGE0536 




14 


39 


2.6 


462 


8 


CR790659 


^•T^ T ft ft ^ C ft f-\ ▼ ^ T"^ fT — . >l C ft TT 

CR7 9065 9 DKFZp45 9H 




15 


39 


2.6 


704 


10 


DW398992 


DW3989 92 LRAGE0 413 




16 


38 


2.5 


197 


10 


DW286754 


T\T.T ft ft T C ^ T T> TV /"« n ft il 1 ^ 

DW2867 54 LRAGE0416 




17 


38 


2.5 


233 


10 


DT948983 


DT948983 15-1-63 S 


c 


18 


38 


2.5 


280 


10 


DW308948 


T^TVT ft ft ft r\ A ft T T^ TV T^ ft >l ft ^1 

DW308948 LRAGE0437 


c 


19 


38 


2.5 


288 


10 


DW320319 


DW320319 LRAGE0451 


c 


20 


38 


2.5 


296 • 


10 


DW334349 


i"\t»t oo^o^o t mvpprt ^ TO 

DW334 34 9 LRAGE04 /3 


c 


21 


38 


2.5 


301 


10 


DW337533 


DW337533 LRAGE0 504 


c 


22 


38 


2.5 


303 


10 


DW287823 


DW287823 LRAGEOoQo 


c 


23 


38 


2.5 


308 


10 


DW292233 


DW2922 33 LRAGE0 550 




24 


38 


2.5 


310 


10 


DW37 6866 


DW37 68 66 LRAGEOzl / 


c 


25 


38 


2.5 


311 


1 


AJ316137 


AJ316137 AJ31613 / 


c 


26 


38 


2.5 


311 


10 


DW292018 


Tvr.T O ft O f\ "1 O x x* 7\ X> ft C A O 

DW2 92018 LRAGE0548 




27 


38 


2.5 


327 


10 


DW37 8920 


DW378920 LRAGE02 33 


c 


28 


38 


2.5 


340 


10 


DW380124 


DW38012 4 LRAGE02 4 6 




29 


38 


2.5 


342 


10 


DW308678 


DW308678 LRAGEO /Oo 




30 


38 


2.5 


342 


10 


DW30867 9 


r\r7 ftftft/"Tft TX^Xi/T^ftOftC 

DW308679 LRAGE0705 




31 


38 


2.5 


356 


10 


DW315560 


t\t.to i cc^n t Dnr'pmco 
DW3150DU LRAGEU/bo 


c 


32 


38 


2.5 


379 


10 


DW38 3213 


rvrvr OOOOI O TD^ppfiOOl 

DW3o321o LRAGEUZol 




33 


38 


2.5 


424 


10 


riT.TO f\ O C ft "? 

DW393597 


T^lT.TO OOCOT t ~a T\ TP f\ O 1 A 

DW3 rooy / LKAGEUolfl 


c 


34 


38 


2.5 


451 


10 


DW38 9549 


T*\T.T OOOC^O T DnPPflOO^ 




35 


38 


2.5 


454 


10 


rsTTi o ft *7 o c 

DW38 9725 


t^»t»t oootoc t Dnrrmoc 




36 


38 


2.5 


466 


10 


tyt.tO ft 1 *7 ^ A 

DW331764 


t-\t,t ooi 1 tz A t D^ruAQnc. 




37 


38 


2.5 


502 


10 


rvT.TO ft ft ^ ft 1 

DW332691 


HTiTO OOCQ1 TTD7\/^l?r40T C 

DWJoZbyi LiKAGEUyiD 




38 


38 


2.5 


539 


10 


xvivrft ft ft 1 O A 

DW3 92784 






39 


38 


2.5 


554 


10 


DW 3 9 3209 


xnt.t onooftQ t D7\rrn qqt 




40 


38 


2.5 


623 


10 


DW398148 


DW398148 LRAGEO 4 05 


c 


41 


37 


2.5 


116 


4 


CA923240 


CA923240 EST00012 


c 


42 


37 


2.5 


169 


10 


DW364211 


DW364211 LRAGEO 096 


c 


43 


37 


2.5 


191 


8 


CV888764 


CV888764 LRRGE0065 




44 


37 


2.5 


252 


8 


CV699404 


CV699404 Litsty 02 


c 


45 


37 


2.5 


269 


10 


DW297989 


DW297989 LRAGEO 428 




46 


37 


2.5 


269 


10 


DW372496 


DW372496 LRAGEO 17 9 


c 


47 


37 


2.5 


271 


8 


CX274383 


CX274383 EX20LIB4__ 


c 


48 


37 


2.5 


283 


10 


DW309218 


DW309218 LRAGEO 4 40 


c 


49 


37 


2.5 


286 


10 


DW319816 


DW319816 LRAGE0446 




50 


37 


2.5 


287 


10 


DW320085 


DW320085 LRAGE0449 


c 


51 


37 


2.5 


288 


10 


DW320332 


DW320332 LRAGEO 4 51 
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Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - protein search, using frame_plus_n2p model 



Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



June 20, 2006, 07:56:31 



Search time 52.1 Seconds 
(without alignments) 
3938.555 Million cell updates/sec 



US-10-680-755A-1 
480 

1 cgcccttactcactataggg aaaaaaaatatgcggccgcg 1496 



OLIGO 

Xgapop 60.0 , 

Ygapop 60.0 , 

Fgapop 60.0 , 

Delop 60.0 , 



Xgapext 60.0 
Ygapext 60.0 
Fgapext 7 . 0 
Delext 60.0 



Searched: 
Word size: 



2589679 seqs, 457216429 residues 
1 



4838484 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 100 summaries 

Command line parameters : 
-MODEL=f r ame+_n2p . model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10680755/runat_19062006_173213_21451/app_query. fasta_l 
-DB=A_Geneseq -QFMT=fastan -SUFFIX=olig-n2p . rag -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits - START =1 -END=-1 -MATRIX=oligo - TRANS =human40 . cdi 
-LIST=100 -DOCALIGN=200 -THR_SCORE=quality -THR_MIN=1 -ALIGN=50 -MODE= LOCAL 
-OUTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 -HOST=abss02p 
-USER=US10680755_@CGN_l_l_364_@runat_19062006_173213_21451 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_T IMEOUT=l 2 0 
-WARN_TIMEOUT=30 -THREADS=1 -XGAPOP=60 -XGAPEXT=60 -FGAPOP=60 -FGAPEXT=7 
-YGAPOP=60 -YGAPEXT=60 -DELOP=60 -DELEXT=60 
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Database : A_Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s:* 

4: geneseqp2001s :* 

5: geneseqp2002s :* 

6 : geneseqp2003as : * 

7: geneseqp2003bs : * 

8: geneseqp2004s:* 

9: geneseqp2005s : * 

10 : geneseqp2006s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



NO. 


Score 


Match Length 


DB 


ID 


Description 




1 


108 


22.5 


108 


4 


AAB68426 


Aab68426 


Amino 


aci 


2 


108 


22.5 


108 


5 


ABG94397 


Abg94397 


Human 


GPC 


3 


108 


22.5 


108 


5 


AA015531 


Aaol5531 


Human 


phy 


4 


108 


22.5 


108 


5 


AAE24384 


Aae24384 


Human 


pro 


5 


108 


22.5 


108 


6 


ABU07 602 


Abu07602 


Human 


ZVE 


6 


108 


22.5 


108 


6 


AAE36789 


Aae36789 


Human 


Bv8 


7 


108 


22.5 


108 


7 


ADD69039 


Add69039 


Human 


Bv8 


8 


108 


22.5 


108 


7 


ADF28067 


Adf28067 


Human 


Zve 


9 


108 


22.5 


108 


7 


ABG75087 


Abg75087 


Human 


pro 


10 


108 


22.5 


108 


7 


ADJ71811 


Adj71811 


Human 


pro 


11 


108 


22.5 


108 


8 


^\ T>XT A *i ft ft ft 

ADN41839 


Adn41839 


Amino 


aci 


12 


108 


22.5 


108 


8 


AD024421 


Ado24421 


Human 


FKL) 


13 


108 


22.5 


108 


8 


ADS86957 


Ads86957 


Human 


Zve 


14 


108 


22.5 


108 


8 


"7\ T^w f\ A C. f\ 

ADS004oO 


Ads00460 


Human 


Bv8 


15 


108 


22.5 


108 


8 


TV r"« O C A C\ C 

ADS864 95 


Ads86495 


Human 


BV8 


16 


108 


22.5 


108 


8 


ADS7 5 4 96 


Ads75496 


Human 


pro 


1 / 


1 f\ o 
lUo 


22.5 


108 




7\T?7\0 OTft^ 
J\TiI\Z. J / uo 


Aea23706 


Human 


PRO 


18 


108 


22.5 


108 


9 


AEB45585 


Aeb45585 


Human 


Zve 


19 


108 


22.5 


108 


9 


AED08085 


Aed08085 


Human 


Zve 


20 


108 


22.5 


116 


8 


ADN41861 


Adn41861 


Amino 


aci 


21 


108 


22.5 


116 


8 


ADS86981 


Ads 8 6981 


Human 


Zve 


22 


87 


18.1 


100 


9 


ADY86166 


Ady86166 


Human 


Bv8 


23 


81 


16.9 


81 


5 


ABG94398 


Abg94398 


Human 


GPC 


24 


81 


16.9 


81 


5 


AAO15530 


Aaol5530 


Human 


phy 


25 


81 


16.9 


81 


5 


AAE24385 


Aae24385 


Human 


pro 


26 


81 


16.9 


81 


7 


ADD69041 


Add69041 


Human 


Bv8 


27 


81 


16.9 


81 


7 


ADO05356 


Ado05356 


Human 


maj 


28 


81 


16.9 


81 


8 


ADN43258 


Adn43258 


Amino 


aci 


29 


81 


16.9 


81 


8 


ADR24005 


Adr24005 


Human 


ZAQ 


30 


81 


16.9 


81 


8 


ADS86493 


Ads86493 


Human 


BV8 


31 


81 


16.9 


81 


8 


ADS75497 


Ads75497 


Human 


pro 


32 


81 


16.9 


81 


9 


ADW00755 


Adw00755 


Amino 


aci 


33 


81 


16.9 


81 


9 


ADZ88900 


Adz88900 


Human 


pro 


34 


81 


16.9 


81 


9 


ADZ58574 


Adz58574 


Human 


ZAQ 


35 


81 


16.9 


81 


9 


AEB45593 


Aeb45593 


Human 


Zve 


36 


81 


16.9 


81 


9 


AED00597 


Aed00597 


Human 


pro 


37 


80 


16.7 


80 


5 


ABG94400 


Abg94400 


C-termina 


38 


80 


16.7 


80 


7 


ADD69044 


Add69044 


Human 


Bv8 


39 


74 


15.4 


129 


6 


AAE36788 


Aae36788 


Human 


Bv8 


40 


74 


15.4 


129 


7 


ADJ71815 


Adj 71815 


Human 


pro 
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OM nucleic - protein search, using f rame_plus_n2p model 

Run on: June 20, 2006, 08:21:41 ; Search time 11.5 Seconds 

(without alignments) 
3415.978 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 
Word size: 



US-10-680-755A-1 
480 

1 cgcccttactcactataggg aaaaaaaatatgcggccgcg 1496 

OLIGO 

Xgapop 60.0 , Xgapext 60.0 
Ygapop 60.0 , Ygapext 60.0 
Fgapop 60.0 , Fgapext 7 . 0 
Delop 60.0 , Delext 60.0 

650591 seqs, 87530628 residues 

1 



Total number of hits satisfying chosen parameters: 1153298 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 100 summaries 

Command line parameters : 
-MODEL=f rame+__n2p .model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10680755/runat_19062006_17 3219_21533/app_query. fasta_l 
-DB=Issued_Patents_AA -QFMT=fastan -SUFFIX=olig-n2p. rai -MINMATCH=0 . 1 
-LOOPCL=0 -LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=oligo 
-TRANS=human40.cdi -LIST=100 -DOCALIGN=200 -THR_SCORE=quality -THR_MIN=1 
-ALIGN=50 -MODE = LOCAL -OUTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 
-MAXLEN=2000000000 -HOST=abss02p 

-USER=US 1068075 5_@ CGN_1_1_7 8_@ r una t_l 9 0 62 0 0 6_1 7 3 2 1 9_2 1 5 3 3 -NC PU= 6 - 1 C PU= 3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=120 
-WARN_TIMEOUT=30 -THREADS=1 -XGAPOP=60 -XGAPEXT=60 -FGAPOP=60 -FGAPEXT=7 
-YGAPOP=60 -YGAPEXT=60 -DELOP=60 -DELEXT=60 



http://es/ScoreAccessWeb/GetItem.action?AppId=10680755&seqId=542587&Item 6/22/06 



Database 



Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep:* 

2 : /EMC_Celerra__SIDS3/ptodata/2/iaa/6_COMB.pep:* 

3: /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB . pep : * 

6: /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backfilesl.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 





1 


108 


22 . 5 


108 


2 


us- u y- /iz-ozy-z 




£. f rtpy±X 




2 


108 


22 . 5 


108 


o 
Z 


US— 1U— ZlZ— ZU1A— Z 








3 


108 


22 . 5 


108 


o 
Z 


tto in 01 o ice o 
US-lU-ZlZ-oOO-Z 








4 


12 


2 . 5 


689 


2 


us-uy-iuo-iy4-z 








5 


12 


2 . 5 


999 


2 


tto AQ HA1 0*71 9 

us— u y — /4 / — o /i— z 




o A"nr>l i 




6 


11 


2 . 3 


504 


o 
Z 


tto riQ o/iQ ni£ Tnon 

us- uy— y4 y — uio— /uzu 




70? 0 An 




7 


11 


2 . 3 


504 


Z 


TTO no QQ1 1Q1 1 1 Q 

us— u y— y y i— lo l— ii y 




i 1 q Ann 




8 


11 


2 . 3 


504 


2 


TTO r\ Q ftQft /I /J /I 1 1 Q 

us— uy— y y u— 44 4— iiy 




ii Q Ann 




9 


11 


2 . 3 


C f\ A 

504 


Z 


TTO f\G QQT OOI 1 1 Q 

us— uy— yy /— joo- iiy 


Qorn i on r* <=» 


i i Q Ann 




10 


11 


2 . 3 


504 


2 


TTO HO QQO CQQ 1 1 Q 

us-uy-yyz-oyo-iiy 




i i q Ann 

113/ "re 




11 


11 


2 . 3 


c r\ a 

504 


Z 


TTO HQ QQQ TOE 1 1 Q 

us— u y— yy y— / oo— iiy 


QomiPTir'P 


i i q Ann 

113/ *T±'b' 




12 


11 


2 . 3 


Cf\ A 




TTO OQ 1 Q 

usuyyoy /Z0113 


ocuucuv<c 


119 Add 




13 


11 


2 . 3 


cr\ a 
bU4 


Q 


TTO HQ QQT_m 4 — 1 1 Q 

Uo uy yy /— 014113 




119. Ann 




14 


11 


2 . 3 


504 


Q 


TTO HQ QQQ 79Q_1 1 Q 

ub— uyyoy /iO 113 




119 Add 




15 


11 


z . 3 


c r\ a 
OU4 


o 
o 


TTC-AQ-QQ7_'3 4Q_1 1 Q 

us— uy— yy/ ofty 113 




119. Add 




16 


11 


z . 3 


OU4 


Q 

o 


TTQ— HQ— QQ7 — fiR^ — 1 1 Q 
Uo — uy 33/ djo 113 




119, Add 




17 


11 


Z . J> 


RO d 
DU fi 


o 


TTO. — 0 Q — Qft Q — 9 Q *3A — 1 1 9 


Secruence 


119, Add 




18 


11 


Z . 3 


CI 1 

Oil 


z 


ttq_ OQ— QdQ — 01 fi— 1 oos4 

Uy 3*4-/ U1D 1UUJ1 




10054, A 


c 


1 Q 

i y 


11 


Z • o 


11 & 


z. 


tto_ i 0-070-079-24 


Sequence 


24, Appl 


c 


20 


11 


2.3 


lie 


2 


US-10-413-437-24 


Sequence 


24, ^>pl 


c 


21 


11 


2.3 


789 


2 


US-10-020-079-22 


Sequence 


22, Appl 


c 


22 


11 


2.3 


789 


2 


US-10-413-437-22 


Sequence 


22, Appl 


c 


23 


11 


2.3 


863 


2 


US-10-020-079-32 


Sequence 


32, Appl 


c 


24 


11 


2.3 


863 


2 


US-10-413-437-32 


Sequence 


32, Appl 


c 


25 


11 


2.3 


876 


2 


US-10-020-079-30 


Sequence 


30, Appl 


c 


26 


11 


2.3 


876 


2 


US-10-413-437-30 


Sequence 


30, Appl 


c 


27 


11 


2.3 


889 


2 


US-10-020-079-20 


Sequence 


20, Appl 


c 


28 


11 


2.3 


889 


2 


US-10-413-437-20 


Sequence 


20, Appl 


c 


29 


11 


2.3 


895 


2 


US-10-020-079-18 


Sequence 


18, Appl 


c 


30 


11 


2.3 


895 


2 


US-10-413-437-18 


Sequence 


18, Appl 


c 


31 


11 


2.3 


976 


2 


US-10-020-079-28 


Sequence 


28, Appl 


c 


32 


11 


2.3 


976 


2 


US-10-413-437-28 


Sequence 


28, Appl 


c 


33 


11 


2.3 


982 


2 


US-10-020-079-26 


Sequence 


2 6, Appl 


c 


34 


11 


2.3 


982 


2 


US-10-413-437-26 


Sequence 


26, Appl 




35 


11 


2.3 


997 


2 


US-09-747-371-3 


Sequence 


3, Appli 




36 


10 


2.1 


146 


2 


US-09-893-737-42 


Sequence 


42, Appl 




37 


10 


2.1 


476 


2 


US-09-949-016-11726 


Sequence 


11726, A 




38 


10 


2.1 


684 


1 


US-08-555-669-12 


Sequence 


12, Appl 




39 


10 


2.1 


684 


2 


US-09-073-663-12 


Sequence 


12, Appl 


c 


40 


10 


2.1 


689 


2 


US-09-106-194-2 


Sequence 


2, Appli 




41 


10 


2.1 


1001 


2 


US-08-884-569A-2 


Sequence 


2, Appli 




42 


9 


1.9 


26 


2 


US-09-336-536-59 


Sequence 


59, Appl 
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SCORE Search Results Details for 
Application 10680755 and Search Result 
us-10-680-755a-l-olig-n2p,rapbm. 



Score Home Retrieve 
Page Application List 



SCORE System 
Overview 



SCORE Comments / 
FAQ Suggestions 



This page gives you Search Results detail for the Application 10680755 and 
Search Result us-10-680-755a-l.olig-n2p.rapbm. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - protein search, using f rame_plus_n2p model 



Run on: 



Title : 

Perfect score: 
Sequence : 

Scoring table: 



June 20, 2006, 08:51:16 



Search time 52 Seconds 
(without alignments) 
3997.901 Million cell updates/sec 



Searched: 
Word size: 



US-10-680-755A-1 
480 

1 cgcccttactcactataggg aaaaaaaatatgcggccgcg 1496 

OLIGO 

Xgapop 60.0 , Xgapext 60 . 0 
Ygapop 60.0 , Ygapext 60.0 
Fgapop 60.0 , Fgapext 7.0 
Delop 60.0 , Delext 60.0 

2097797 seqs, 463214858 residues 

1 



Total number of hits satisfying chosen parameters: 3993348 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 100 summaries 

Command line parameters: 
-MODEL=f r ame+_n2p . model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10680755/runat_19062006_173229_21719/app__query. fasta_l 
-DB=Published_Applications_AA_jyiain -QFMT=fastan -SUFFIX=olig-n2p . rapbm 
-MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=oligo 
-TRANS=human40.cdi -LIST=100 -DOCALIGN=200 -THR_SCORE=quality -THR_MIN=1 
-ALIGN=50 -MODE= LOCAL -OUTFMT=pto -NORM=ext -HEAPS IZE=500 -MINLEN=0 
-MAXLEN=2000000000 -HOST=abss02p 

-USER=US10680755_@CGN_l_l_342_@runat_19062006_173229_21719 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=12 0 
-WARN_TIMEOUT=30 - THREADS =1 -XGAPOP=60 -XGAPEXT=60 -FGAPOP=60 -FGAPEXT-7 
-YGAPOP=60 -YGAPEXT=60 -DELOP=60 -DELEXT=60 



http://es/ScoreAccessWeb/GetItem.action?AppId=10680755&seqId=542588&Item 6/22/06 



Database 



Published_Applications__AA_Main: * 



/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


108 


22. 


5 


108 


4 


US-10-016-481-5 


Sequence 


5, 


Appli 


2 


108 


22. 


5 


108 


4 


US-10-231-411-4 


Sequence 


4, 


Appli 


3 


108 


22. 


5 


108 


4 


US- 10-2 12 -3 5 5-2 


Sequence 


2, 


Appli 


4 


108 


22 . 


5 


108 


4 


US- 10-32 3-1 57 -5 


Sequence 


5, 


Appli 


5 


108 


22. 


5 


108 


4 


US- 10-212 -2 01-2 


Sequence 


2, 


Appli 


6 


108 


22 . 


5 


108 


4 


US- 10-4 67-019-17 


Sequence 


17 


/ Appl 


7 


108 


22 . 


5 


108 


4 


US-10-680-755A-2 


Sequence 




Appli 


8 


108 


22 . 


5 


108 


4 


US-10-680-800A-2 


Sequence 


2, 


Appli 


9 


108 


22 . 


5 


108 


5 


US- 10-713-567-5 


Sequence 


5, 


Appli 


10 


108 


22 . 


5 


108 


5 


US- 10-811-328-5 


Sequence 


5, 


Appli 


11 


108 


22 . 


5 


108 


5 


US- 10-912 -907-5 


Sequence 


5, 


Appli 


12 


108 


22. 


5 


108 


5 


US- 10-4 15-724 -5 


Sequence 


c 

5, 


Appli 


13 


108 


22. 


5 


108 


5 


US-10-990-246-2 


Sequence 


2, 


Appli 


14 


108 


22. 


5 


108 


5 


US-10-503-554A-17 


Sequence 


1 / 


, Appl 


15 


108 


22. 


5 


108 


5 


TTr« T n ftOO 1 CO O 

US- 10-982-1 68 -2 


Sequence 


z, 


Appli 


16 


108 


22. 


5 


108 


5 


t to 1 n r n a COO C 

US-10-504-OOO-6 


Sequence 




Appli 


17 


108 


22. 


5 


116 


A 

4 


US-10-6oO-7ooA-zd 


Sequence 


26 


, Appl 


18 


108 


22. 


5 


116 


A 

4 


irn i rv con onrv7\ oc 
US-IU-DoU-oU u A- Z D 


Sequence 


26 


/ Appl 


19 


87 


18. 


1 


100 


3 


US-Uy-ooo-z4^A-4 


Sequence 


4, 


Appli 


20 


87 


18. 


1 


inn 

100 


A 

4 


US-1U-UZ /-bUo-4 


Sequence 


4, 


Appli 


Z 1 


o / 


18. 


1 


1UU 


0 


TTC — 1 n_<;Q9_9QQ_4 




4, 


Appli 


22 


81 


16. 


9 


81 


4 


US-10-016-481-6 


Sequence 


6, 


Appli 


23 


81 


16. 


9 


81 


4 


US-10-323-157-6 


Sequence 


6, 


Appli 


24 


81 


16. 


9 


81 


4 


US-10-417-426-5 


Sequence 


5, 


Appli 


25 


81 


16. 


9 


81 


4 


US-10-467-019-19 


Sequence 


19 


/ Appl 


26 


81 


16. 


9 


81 


5 


US-10-680-554-7 


Sequence 


7, 


Appli 


27 


81 


16. 


9 


81 


5 


US-10-713-567-6 


Sequence 


6, 


Appli 


28 


81 


16. 


9 


81 


5 


US-10-811-328-6 


Sequence 


6, 


Appli 


29 


81 


16. 


9 


81 


5 


US-10-912-907-6 


Sequence 


6, 


Appli 


30 


81 


16. 


9 


81 


5 


US-10-415-724-6 


Sequence 


6, 


Appli 


31 


81 


16. 


9 


81 


5 


US-10-977-113-9 


Sequence 


9, 


Appli 


32 


81 


16. 


9 


81 


5 


US-10-871-152-18 


Sequence 


18 


, Appl 


33 


81 


16. 


9 


81 


5 


US-10-503-554A-19 


Sequence 


19 


, Appl 


34 


81 


16.9 


81 


6 


US-11-073-420-9 


Sequence 


9, 


Appli 


35 


80 


16. 


7 


80 


4 


US-10-467-019-22 


Sequence 


22 


, Appl 


36 


80 


16. 


7 


80 


5 


US-10-503-554A-22 


Sequence 


22 


/ Appl 


37 


74 


15. 


4 


129 


4 


US-10-132-812-14 


Sequence 


14 


/ Appl 


38 


74 


15. 


4 


129 


4 


US-10-231-411-2 


Sequence 


2, 


Appli 


39 


74 


15. 


4 


129 


4 


US-10-680-755A-29 


Sequence 


29, Appl 


40 


74 


15. 


4 


129 


4 


US-10-680-800A-29 


Sequence 


29 


, Appl 


41 


53 


11. 


0 


108 


5 


US-10-713-567-34 


Sequence 


34 


/ Appl 


42 


53 


11. 


0 


108 


5 


US-10-977-113-6 


Sequence 


6, 


Appli 


43 


53 


11. 


0 


108 


6 


US-11-073-420-6 


Sequence 


6, 


Appli 



http://es/ScoreAccessWeb/GetItem.action?AppId=10680755&seqId=542588&ItemName=us... 6/22/06 



SCORE Search Results Details for 
Application 10680755 and Search Result us- 
10-680-755a-l-olig-n2p-rapbn. 



Score Home Retrieve SCORE System SCORE Comments / 

Page Application List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10680755 and Search 
Result us-10-680-755a-l.olig-n2p.rapbn. 
sta rt 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM nucleic - protein search, using f rame_plus_n2p model 

Run on: June 20, 2006, 08:52:21 ; Search time 3.9 Seconds 

(without alignments) 
2595.748 Million cell updates/sec 

Title: US-10-680-755A-1 
Perfect score: 480 

Sequence: 1 cgcccttactcactataggg aaaaaaaatatgcggccgcg 1496 

Scoring table: OLIGO 

Xgapop 60.0 , Xgapext 60.0 

Ygapop 60.0 , Ygapext 60.0 

Fgapop 60.0 , Fgapext 7.0 

Delop 60.0 , Delext 60.0 

Searched: 96747 seqs, 22556637 residues 

Word size: 1 

Total number of hits satisfying chosen parameters: 187790 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 100 summaries 

Command line parameters: 
-MODEL=frame+_n2p. model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10680755/runat_19062006_17 3232_217 85/app_query.fasta_l 
-DB=Published_Applications_AA_New -QFMT=f astan -SUFFIX=olig-n2p. rapbn 
-MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 -UNITS=bitS -START=1 -END=-1 -MATRIX=oligo 
- TRANS =human40 . cdi -LIST=100 -DOCALIGN=200 -THR_SCORE=quality -THR_MIN=1 
-ALIGN=50 -MODE = LOCAL -OUTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 
-MAXLEN=2000000000 -HOST=abss02p 

-USER=US10680755_@CGN_l_l_16_@runat_19062006_173232_21785 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=120 
-WARN_TIMEOUT=30 -THREADS=1 -XGAPOP=60 -XGAPEXT=60 -FGAPOP=60 -FGAPEXT=7 
-YGAPOP=60 -YGAPEXT=60 -DELOP=60 -DELEXT=60 



http://es/ScoreAccessWeb/GetItem.action?AppId=10680755&seqId=542589&to 6/22/06 




Database : Published_Applications_AA_New: * 

1 : /EMC_CelerraJ3IDS3/ptodata/2/pubpaa/US09JtfEW_PUB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 

3: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep:* 

4 : /EMC__Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 

8 : /EMC_CelerraJ3IDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 

Match Length DB 


ID 


Description 




1 


13 


2.7 


423 


6 


US-10-449-902-47387 


Sequence 


47387, A 


2 


11 


2.3 


26 


7 


US-11-154-977-79 


Sequence 


79, 


Appl 


3 


11 


2.3 


53 


7 


US-11-154-977-73 


Sequence 


73, 


Appl 


4 


11 


2.3 


117 


7 


US-11-154-977-71 


Sequence 


71, 


Appl 


5 


11 


2.3 


121 


7 


US-11-154-977-75 


Sequence 


75, 


Appl 


6 


11 


2.3 


144 


7 


US-11-154-977-59 


Sequence 


59, 


Appl 


7 


11 


2.3 


144 


7 


US-11-154-977-77 


Sequence 


77, 


Appl 


8 


11 


2.3 


148 


7 


US-11-154-977-65 


Sequence 


65, 


Appl 


9 


11 


2.3 


171 


7 


US-11-154-977-67 


Sequence 


67, 


Appl 


10 


11 


2.3 


173 


7 


US-11-154-977-47 


Sequence 


47, 


Appl 


11 


11 


2.3 


200 


7 


US-11-154-977-41 


Sequence 


41, 


Appl 


12 


11 


2.3 


212 


7 


US-11-154-977-61 


Sequence 


61, 


Appl 


13 


11 


2.3 


235 


7 


US-11-154-977-63 


Sequence 


63, 


Appl 


14 


11 


2.3 


239 


7 


US-11-154-977-51 


Sequence 


51, 


Appl 


15 


11 


2.3 


239 


7 


US-11-154-977-69 


Sequence 


69, 


Appl 


16 


11 


2.3 


262 


7 


US-11-154-977-53 


Sequence 


53, 


Appl 


17 


11 


2.3 


264 


7 


US-11-154-977-39 


Sequence 


39, 


Appl 


18 


11 


2.3 


266 


7 


US-11-154-977-57 


Sequence 


57, 


Appl 


19 


11 


2.3 


268 


7 


US-11-154-977-43 


Sequence 


43, 


Appl 


20 


11 


2.3 


291 


7 


US- 11-154 -977 -27 


Sequence 


27, 


Appl 


21 


11 


2.3 


291 


7 


US-11-154-977-45 


Sequence 


45, 


Appl 


22 


11 


2.3 


295 


7 


US-11-154-977-33 


Sequence 


33, 


Appl 


23 


11 


2.3 


318 


7 


US-11-154-977-35 


Sequence 


35, 


Appl 


24 


11 


2.3 


324 


7 


US-11-154-977-8 


Sequence 


8, Appli 


25 


11 


2.3 


330 


7 


US-11-154-977-55 


Sequence 


55, 


Appl 


26 


11 


2.3 


357 


7 


US-11-154-977-49 


Sequence 


49, 


Appl 


27 


11 


2.3 


359 


7 


US-11-154-977-29 


Sequence 


29, 


Appl 


28 


11 


2.3 


382 


7 


US-11-154-977-31 


Sequence 


31, 


Appl 


29 


11 


2.3 


386 


7 


US-11-154-977-19 


Sequence 


19, 


Appl 


30 


11 


2.3 


386 


7 


US-11-154-977-37 


Sequence 


37, 


Appl 


31 


11 


2.3 


409 


7 


US-11-154-977-21 


Sequence 


21, 


Appl 


32 


11 


2.3 


413 


7 


US-11-154-977-25 


Sequence 


25, 


Appl 


33 


11 


2.3 


477 


7 


US-11-154-977-23 


Sequence 


23, 


Appl 


34 


11 


2.3 


504 


7 


US-11-154-977-17 


Sequence 


17, 


Appl 


35 


11 


2.3 


504 


7 


US-11-154-977-153 


Sequence 


153 


, App 


36 


10 


2.1 


183 


7 


US-11-284-236-112 


Sequence 


112 


, App 


37 


10 


2.1 


231 


6 


US-10-953-349-35556 


Sequence 


35556, A 


38 


10 


2.1 


251 


6 


US-10-953-349-35555 


Sequence 


35555, A 


39 


10 


2.1 


309 


6 


US-10-449-902-51144 


Sequence 


51144, A 


40 


10 


2.1 


464 


6 


US-10-505-928-757 


Sequence 


757 


, App 


41 


9 


1.9 


92 


6 


US-10-953-349-25928 


Sequence 


25928, A 
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Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Co 



This page gives you Search Results detail for the Application 10680755 and Search 
start 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - protein search, using frame_plus_n2p model 
Run on: June 20, 2006, 08:05:51 



Search time 11.9 Seconds 
(without alignments) 
3628.74 6 Million cell updates/sec 



Title : US-10-680-755A-1 
Perfect score: 480 
Sequence: 



1 cgcccttactcactataggg aaaaaaaatatgcggccgcg 1496 



Scoring table: 



OLIGO 

Xgapop 60.0 
Ygapop 60.0 
Fgapop 60 . 0 
Delop 60.0 



Xgapext 60.0 
Ygapext 60.0 
Fgapext 7 . 0 
Delext 60.0 



Searched: 



Word size: 



283416 seqs, 96216763 residues 



565918 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 100 summaries 

Command line parameters: 
-MODEL=frame+_n2p. model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10680755/runat_19062006_17 3217_214 91/app_query.fasta_l 
-DB=PIR -QFMT=fastan -SUFFIX=olig-n2p. rpr -MINMATCH=0 . 1 -LOOPCL-0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=oligo -TRANS =human4 0 . cdi -LIST=100 
-DOCALIGN=200 -THR_SCORE=quality -THR__MIN=1 -ALIGN=50 -MODE=LOCAL -OUTFMT=ptO 
-NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=20 0000 0000 -HOST=abss02p 
-USER=US10680755_@CGN_l_l_63_@runat_19062006_173217_214 91 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG - DEV_T IMEOUT= 1 2 0 
-WARN_TIMEOUT=30 - THREADS =1 -XGAPOP=60 -XGAPEXT=60 -FGAPOP=60 -FGAPEXT =7 
-YGAPOP=60 -YGAPEXT=60 -DELOP=60 -DELEXT=60 



Database 



PIR 80:* 



pirl: * 
pir2:* 
pir3: * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
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score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No . 


Score 


Query 

Match Length DB 


ID 


jjcscnpLion 


1 


12 


2.5 


131 


1 


SEPG 


secretin precursor 


2 


12 


2.5 


1061 


1 


. OYHUAR 


natriuretic peptia 


c 3 


10 


2.1 


405 


4 


A61181 


homeotic protein H 


4 


10 


2.1 


418 


2 


T52071 


mKNA-Dinaing pror,e 


5 


10 


2.1 


602 


2 


A3 5564 


pros tag landin— endo 


6 


9 


1.9 


101 


2 


noo /I 1 /I 

B28414 


growth-regulated p 


c 7 


9 


1.9 


136 


2 


F753Q9 


hypothetical prote 


c 8 


9 


1.9 


201 


1 


S16262 


auxin-binding prot 


9 


9 


1.9 


235 


2 


138440 


rltJ ligana - numa 


10 


9 


1.9 


238 


2 


138849 


LERK-o - numan 


11 


9 


1.9 


310 


2 


A60967 


insulin-like growt 


12 


9 


1.9 


317 


2 


146916 


insulin-like growt 


13 


9 


1.9 


491 


2 


JC6197 


stromelysin 3 (EC 


14 


9 


1.9 


536 


1 


C64728 


probable membrane 


15 


9 


1.9 


536 


2 


G85488 


probable transport 


16 


9 


1.9 


536 


2 


G90637 


probable transport 


17 


9 


1.9 


552 


1 


WJFFEN 


homeotic protein e 


18 


9 


1.9 


602 


2 


S39782 


cyclooxygenase 1 - 


19 


9 


1.9 


602 


2 


S69198 


prostaglandin G/H 


20 


9 


1.9 


682 


2 


T47473 


receptor-like prot 


21 


9 


1.9 


1015 


2 


JC5062 


phogrin precursor 


22 


9 


1.9 


1015 


2 


JC5263 


transmembrane tyro 


23 


9 


1.9 


1019 


2 


T00117 


dve protein - frui 


24 


9 


1.9 


1057 


1 


OYMSAR 


atrial natriuretic 


25 


9 


1.9 


1057 


1 


OYRTR 


atrial natriuretic 


26 


9 


1.9 


1057 


2 


155319 


guanylyl cyclase A 


27 


9 


1.9 


1057 


2 


157963 


natriuretic peptid 


28 


9 


1.9 


1062 


2 


m A f A A A 

T46444 


hypothetical prote 


29 


9 


1.9 


1102 


2 


JC6316 


probable protein k 


30 


9 


1.9 


1110 


1 


S55279 


guanylate cyclase 


31 


9 


1.9 


1113 


2 


m /N S\ O "I 1 

T00271 


hypothetical prote 


32 


9 


1.9 


1313 


1 


JC2038 


peptidyl-dipeptida 


c 33 


9 


1.9 


1533 


2 


A46221 


abdominal segment 


34 


9 


1.9 


1584 


2 


T00026 


brain-specific ang 


35 


9 


1.9 


2496 


2 


A71616 


secreted protein P 


36 


9 


1.9 


2499 


1 


A3 0788 


mannose 6-phosphat 


37 


8 


1.7 


51 


2 


T07340 


hypothetical prote 


c 38 


8 


1.7 


54 


2 


T07354 


NADH dehydrogenase 


39 


8 


1.7 


61 


1 


DNVPBF 


DNA-binding protei 


c 40 


8 


1.7 


71 


2 


AG2 84 6 


cold shock protein 


c 41 


8 


1.7 


71 


2 


Tim ^"o o 

H97623 


hypothetical prote 


42 


8 


1.7 


77 


2 


A03982 


pl5E protein — sim 


c 43 


8 


1.7 


83 


2 


AD3314 


cold shock protein 


A A 

44 


8 


1.7 


94 


2 




anuner -speoiiiL pi. 


45 


8 


1.7 


106 


2 


T06479 


proline/leucine-ri 


46 


8 


1.7 


107 


2 


C86477 


protein F1504.29 [ 


47 


8 


1.7 


120 


2 


AC3550 


NAD ( P) transhydrog 


48 


8 


1.7 


125 


2 


C83138 


hypothetical prote 


49 


8 


1.7 


132 


2 


S43488 


homeotic protein L 


50 


8 


1.7 


134 


2 


A40959 


secretin precursor 


51 


8 


1.7 


142 


2 


S54481 


hypothetical prote 


52 


8 


1.7 


150 


2 


S42203 


avidin-related pro 


53 


8 


1.7 


150 


2 


S42201 


avidin-related pro 
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Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Co 



This page gives you Search Results detail for the Application 10680755 and Search 
start 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic 



Run on: 



protein search, using f rame_plus_n2p model 
June 20, 2006, 08:05:51 



Search time 11.9 Seconds 
(without alignments) 
3628.746 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



US-10-680-755A-1 
480 

1 cgcccttactcactataggg. 



.aaaaaaaatatgcggccgcg 1496 



OLIGO 

Xgapop 60 . 0 
Ygapop 60.0 
Fgapop 60.0 
Delop 60.0 



Xgapext 60.0 
Ygapext 60.0 
Fgapext 7 . 0 
Delext 60.0 



Searched: 



Word size: 



283416 seqs, 96216763 residues 



Total number of hits satisfying chosen parameters: 565918 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 100 summaries 

Command line parameters: 
-MODEL=f rame+_n2p . model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10680755/runat_1906200 6_173217_214 91/app_query.fasta_l 
-DB=PIR -QFMT-fastan -SUFFIX=olig-n2p . rpr -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=oligo -TRANS=human4 0 . cdi -LIST=100 
-DOCALIGN=200 -THR_SCORE=quality -THR_MIN=1 -ALIGN=50 -MODE = LOCAL -OUTFMT=pto 
-NORM- ex t -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 -HOST=abss02p 
-USER=US10680755_@CGN_l_l_63_(arunat_19062006_173217_21491 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=120 
-WARN_T IMEOUT= 3 0 - THREADS =1 -XGAPOP=60 -XGAPEXT=60 -FGAPOP=60 -FGAPEXT=7 
-YGAPOP=60 -YGAPEXT=60 -DELOP-60 -DELEXT=60 



Database : 



PIR 80:* 



1: 


pirl : * 


2: 


pir2:* 


3: 


pir3: * 


4: 


pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
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score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





NO . 


Score 


Match Length DB 


±u 


r\fa «?r , rir>1""ion 

UCjOI -L £J < L vl I 




1 


xz 


2.5 


131 


1 




DCUiCLlll O J_ 




o 
Z 


XZ 


2.5 


1061 


1 


OVUTTUD 


natri nrpi*i r Ti pn f" "i r? 
lid LI X UL c l±u jjcpuxu 


c 


o 


XU 


2.1 


405 


4 


n £1 1 Q 1 
AbXXo 1 


X iUILLtr UL.lt ^lULCXll XI 




4 


1U 


2.1 


418 


2 


I OZU / X 


nn13'W7A— \\ \ nH i nrr nrnfp 




c 
3 


1U 


2.1 


602 


2 


TiQ t; c cyi 


nrncfarr 1 anHi n-onHn 
^i. L/o L.cty laiiuxn ciiULf 




6 


ft 

y 


1.9 


101 


2 


HO QA"\ A 
OZ O 4 X H 


yiuwLii icy u._Ld lcu ^ 


c 


7 


9 


1.9 


136 


2 


n cono 

e /oouy 


nypotiicLiCai pivoue 


c 


o 

o 




1.9 


201 


1 


C 1 COCO 
oX DZ DZ 






ft 

9 


ft 

y 


1.9 


235 


2 


XOO*i fi U 


ixlj j. x y a. x xvj x x uxua 




1 ft 
10 


y 


1.9 


238 


2 


xocJoft y 


T.TTRK"— ^ — human 
JjHir\i\ O XllUUCLXi 




11 


9 


1.9 


310 


2 


Aouyo / 


insulin iiKc yiuwL 




12 


9 


1.9 


317 


2 


T A C Q 1 C 

146916 


lnsuiin-iiKc growu 




13 


9 


1.9 


491 


2 


T/-M £ 1 ft ft 


s tr oniexysxn o vHiU 




14 


9 


1.9 


536 


1 


r+ i~ A ft ft o 

C6472 8 


probable itieiTibrane 




15 


9 


1.9 


536 


2 


Go 54 8 o 


prooaoxe transport 




16 


9 


1.9 


536 


2 


r* ft ft ^ ft *7 

G9063 7 


prooaoxe ur anspor u 




17 


9 


1.9 


552 


1 


T.T T TP T7»r~l XT 

WJFFEN 


nomeoLic prouexn e 




18 


ft 

9 


1.9 


602 


2 


Soy /oz 


cycxooxyy enase ± 




19 


9 


1.9 


602 


2 


QQ 

sbyxyy 


prostayianuin o , /n. 




20 


9 


1.9 


682 


2 


T4 /4 / 3 


receptor iikc prot 




21 


9 


1.9 


1015 


2 


t« r ft /r ft 

JC5062 


pnog rin precursor 




22 


9 


1.9 


1015 


2 


to C ft C ft 

JC3Z bo 


tr ansiueiiLDi. ane tyro 




23 


9 


1.9 


1019 


2 


m ft ft 1 t ft 

TUUXX / 


ave protein rrui 




24 


9 


1.9 


1057 


1 


OYMSAR 


atrial natriuretic 




25 


9 


1.9 


1057 


1 


OYRTR 


atrial natriuretic 




26 


9 


1.9 


1057 


2 


T C C ft 1 O. 

xooox y 


guanyiyi cyciaac >v 




ft T 

2 / 


ft 

y 


1.9 


1057 


2 


X3 / y bo 


nat" yi lifo^ i r* T>^ift t* H 
IldLIlUIcLlL pcptlU 




28 


9 


1.9 


1062 


2 


mA £ A A A 

1 4 b4 4 4 


nypo tne titdi piui-c 




2 9 


9 


1.9 


1102 


2 


JCb3X b 


prooaoie pioteiri k 




30 


9 


1.9 


1110 


1 


O C C O T Q 

booz / y 


yuanyiate cyciabc 




ft 1 

31 


9 


1.9 


1113 


2 


mft ft ft n -\ 
I UUZ / X 


XiypULilC LXL>a± £JJ-*JL.G 




32 


y 


1.9 


1313 


1 


JUZUoo 


1ft Olft 4~ "1 1 r 1 _ /"l "! or> +■ i H a 

pepuitiyi uipep Liua 


c 


33 


9 


1.9 


1533 


2 


t\ yi cool 
A4 bZZ X 


aDCOxTiinai seyiuent 




34 


9 


1.9 


1584 


2 


m ft ft ft o c 

TUUUZ b 


orain - speci nc any 




ft c 

35 


9 


1.9 


2496 


2 


A / XbX b 


secreted pioteixi xr 




ft 

3 6 


9 


1.9 


2499 


1 


7\ ft ft*7 Q Q 

A3 U/oo 


m annAco C ift ft ft cr\V\ a +" 

iuannose o pnobpiiau 




37 


o 
o 


1.7 


51 


2 


mft "7 ft >i ft 
1 U / Ofi U 


ft TTTft ft +~ ft O +" T Aa 1 T* t" ^ 

nypOLilCLlLdi piutc 


c 


O Q 

oo 


Q 

o 


1.7 


54 


2 


1U / OO ft 


"NT7\ PiT-T HphuHrnriPnfl «r o 

XN/nJJIl UCIiyUIU^CiiCldC 




39 


o 
o 


1.7 


61 


1 


DIM V ro r 


T\"NT3\ — 1ft i ft H H nrr lftl^<ftT"CS)S 
Uvti\ Jjiixuixxy piOLCl 


c 


A ft 

40 


o 
o 


1.7 


71 


2 


ACjZ o 4 b 


LU1U DilUL- K. piULClil 


c 


4 ± 


Q 

o 


1.7 


71 


2 


TTftT /Tft ft 

n" / bz o 






/I ft 

42 


ft 

o 


1.7 


77 


2 


7\ ft ft QQ O 

AU o y o Z 


•rvl ^ TT" iftr*ftt~^H ft q "i m 

px JD r LCXil OXXLL 


c 


A *3 


p 


1.7 


83 


2 


AnQQI A 
x\DOO J. *i 


ro! fi shock orotein 




44 


8 


1.7 


94 


2 


T03285 


anther-specific pr 




45 


8 


1.7 


106 


2 


T06479 


proline/leucine-ri 




46 


8 


1.7 


107 


2 


C86477 


protein F1504.29 [ 




47 


8 


1.7 


120 


2 


AC3550 


NAD(P) transhydrog 




48 


8 


1.7 


125 


2 


C83138 


hypothetical prote 




49 


8 


1.7 


132 


2 


S43488 


homeotic protein L 




50 


8 


1.7 


134 


2 


A40959 


secretin precursor 




51 


8 


1.7 


142 


2 


S54481 


hypothetical prote 




52 


8 


1.7 


150 


2 


S42203 


avidin-related pro 




53 


8 


1.7 


150 


2 


S42201 


avidin-related pro 
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SCORE Search Results Details for Applicati 
10680755 and Search Result us-10-680-75! 
1-olig-rni. 



Score Home 
Page 



Retrieve Application SCORE System SCORE 
List Overview FAQ 



Comments / 
Suggestions 



This page gives you Search Results detail for the Application 10680755 and Search 

us-10-680-755a-l.olig.rni. 

start 

Go Back to previou 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title : 
Perfect score: 1496 



June 19, 2006, 23:42:14 ; Search time 312 Seconds 

(without alignments) 
8971.727 Million cell updates/sec 

US-10-680-755A-1 



Sequence: 
Scoring table: 

Searched: 
Word size : 



1 cgcccttactcactataggg aaaaaaaatatgcggccgcg 1496 

OLIGO_NUC 

Gapop 60.0 , Gapext 60.0 
1403666 seqs, 935554401 residues 
1 



2806514 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 100 summaries 

Database : Issued_Patents_NA: * 

1: /EMC_Celerra_SIDS3/ptodata/2/ina/l_COMB.seq:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/ina/5_COMB.seq:* 

3: /EMC_Celerra_SIDS3/ptodata/2/ina/6A_COMB.seq:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/ina/6B_COMB.seq:* 

5 : /EMC_CelerraJ3IDS3/ptodata/2/ina/7j30MB.seq:* 

6: /EMC_Celerra_SIDS3/ptodata/2/ina/H_COMB.seq:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/ina/PCTUS_COMB.seq:* 

8 : /EMC_Celerra_SIDS3/ptodata/2/ina/PP_COMB.seq:* 

9 : /EMC_CelerraJSIDS3/ptodata/2/ina/RE_COMB . seq: * 

10: /EMC_Celerra_SIDS3/ptodata/2/ina/backfilesl.seq:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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SUMMARIES 

% 

Result Query 





Mo 




Match 


Length DB 


ID 


Description 




1 
-L 


1496 
j. *i j o 


100 . 0 


1496 


3 


Us-09-712-529-1 


Sequence 


1, Appli 




9 
£* 


X *x Z* U 


100 . 0 


1496 


3 


US-10-212-201A-1 


Sequence 


1, Appli 




9 
O 


1496 
x *i ^ u 


100 0 


1496 


3 


US- 10-2 12 -35 5-1 


Sequence 


1, Appli 




A 
H 


705 


47 1 


1116 


3 


US- 09-02 3 -65 5- 617 


Sequence 


617, App 




c. 

3 


50 

3 u 


3 3 


50 


3 


US- 10-131-82 7-832 


Sequence 


832, App 




D 


50 

J u 


3 3 

O • o 


50 


5 


US- 10-131-8 31-832 


Sequence 


832, App 




7 


4 4 

4 4 


2 9 

C * Z? 


4439 


3 


US-09-668-313A-17 


Sequence 


17, Appl 


c 


Q 

o 


4 9 
4 3 


9 Q 
z • ^ 


660 


3 


im-09~41 7-fi??-41 


Sequence 


41, Appl 


c 


Q 

y 


4 9 
4 3 


9 Q 

Z • 7 


660 


3 


TTq_n9-9S7-fi97A-41 


Sequence 


41, Appl 




i o 

X u 


4 9 

4 3 


9 9 


944 


3 


US- 09- 07 0-52 6-1 


Sequence 


1, Appli 




i i 


4 1 

4 X 


9 7 


1342 


3 


US- 08 -8 32 -3 9 9-1 


Sequence 


1, Appli 




1 9 

± z 


4 1 
4 X 


9 7 
Z . / 


1342 


3 


ttc_09-'?7?-4 98-1 

VJO VJ J? OIL. *2 J \J X 


Sequence 


1, Appli 




1 "3 
1 3 


4 n 

4 U 


9 7 
z • # 


2345 


3 


TIS-I 0-1 ^6-??7A-29 

»JO X >J 1 J U £■ £. ' 40 ~y 


Sequence 


29, Appl 




1 /I 
1 4 


4 n 

4 U 


9 7 
Z . / 


2345 


3 


TTQ-09-9R1 -649A-99 


Sequence 


29, Appl 




1 3 


4 n 

4 U 


9 7 
Z . / 


2360 


3 


TIS-1 0-1 ^6-??7A-?7 

Uj X VJ 1 O U Z. / r\ t\ t 


Sequence 


27, Appl 




i a 

1 D 


4 U 


9 7 
Z . / 


2360 


3 


TTq-09-9ft1 -649A-?7 


Sequence 


27, Appl 


c 


1 "7 


9 Q 

o y 


9 £ 
Z . O 


443 


3 


TIS-09-41 7-fi??-43 


Sequence 


43, Appl 


c 


1 Q 


9 Q 

o y 


9 £ 
Z . o 


443 


3 


HQ— 09 — 9 S7 — ft 3 7 A— 4 3 

UO U-7 -73/ OO f xi MO 


Sequence 


43, Appl 


c 


1 Q 

i y 


9 Q 

o y 


9 £ 
Z . O 


909 


3 


TTCI-09-03R-64R-1 9 


Sequence 


19, Appl 


c 


Z U 


9 Q 

o y 


9 £ 
Z • O 


909 


3 


TTQ-09-001 -9 SI -1 9 

UO VJ-? UVJX >J X X-/ 


Sequence 


19, Appl 


c 


9 1 

Z 1 


9 Q 

j y 


9 £ 
Z • O 


909 


3 


TTc:-0ft-ft1 ft-ft?9-1 9 

UO VJO OXO Ol7 xj 


Sequence 


19, Appl 




9 9 
z z 


9 Q 

3 y 


9 ft 
Z ■ O 


1273 


3 


TTS-09-91 0-695-9 

UO VJ Z7 7XVJ \J ~7 >J ~* 


Sequence 


9, Appli 




9 9 

Z o 


9 Q 

3 y 


9 £ 
Z . D 


1383 


3 


TTQ_n9-39ft-47 SP-^^fi 

US U J 3£0 4 / 3^ OOO 


Sequence 


338, App 




Z 4 


9 Q 

o y 


9 £ 
Z . O 


1813 


3 


TTc_n9-690-31 ?n-?9 


Sequence 


29, Appl 




9 £ 

z o 


9 P 
3 O 


9 5 
Z . 3 


1888 


3 


TTS — 09-09S-64R-70 

UO VJ -7 U J J VJ *l O L\ VJ 


Sequence 


20, Appl 




Z O 


9 ft 
3 O 


9 5 
Z • 3 


1888 


3 


TTS-09-001 -951 —90 

UO VJ ^ VJ VJ X -7 %J X £> VJ 


Sequence 


20, Appl 




Z / 


9 ft 
J O 


9 5 
Z * 3 


1888 


3 


TTS-Oft-ftl fi-ft?9-?0 

VJO VJ O OXO \J L. Zs £*\J 


Sequence 


20, Appl 




9 P 
Z O 


9 P 
3 O 


9 5 
Z ■ 3 


4203 


2 


TTS- Oft -ft 6 6-7 57-1 

VJO VJO O VJ VJ t %J 1 X 


Sequence 


1, Appli 




9 Q 

z y 


9 P 

JO 


9 5 
Z . 3 


4203 


3 


TTS-09-1 53-593-1 

UO U XOO yJ Zf O X 


Sequence 


1, Appli 




9 o 


97 
3 / 


9 5 
Z • 3 


45 


3 


ITS- 09-? 8 4 -7 82- 5 

UO U^ £.0 1 1 \J L* sJ 


Sequence 


5, Appli 




9 1 


97 
3 / 


9 5 
Z • 3 


461 


2 


TT<;-0ft-6?1 -507A-8 

UO UO OZ-X JUtn. O 


Sequence 


8 , Appli 




9 9 


97 
3 / 


9 5 

Z a 3 


1024 


3 


TTS-09-39R-4 7 5C-37 

UO U -/ J£. O *S » JV/ O f 


Sequence 


37, Appl 


c 


9 9 


9 7 
3 / 


9 5 
Z . 3 


1178 


4 


TTS-1 O-ORO-960-10 
uo xu uou jou xvj 


Sequence 


10, Appl 




9 4 
3 4 


97 
3 / 


9 5 


1352 


4 


TIS- 10-08 0-960-7 

OO X VJ VJ O VJ J Wl\J ' 


Sequence 


7, Appli 


c 


9 R 

o 3 


97 
3 / 


9 S 
Z . 3 


1502 


2 


TIS-OR-651 -940-1 

UO UO UJ1 Zf *1 VJ J- 


Sequence 


1, Appli 


c 


9 £ 
3 D 


97 
3 t 


9 R 
Z • 3 


1502 


3 


TTc_fi9-?9 5-02 9-l 
uo u^ z> -~t yjczf x 


Sequence 


1, Appli 


c 


9 7 
3 / 


97 
3 f 


9 R 


1502 


3 


nq_09-7?4_7 6P_l 

UO u _/ / ^ /OO X 


Sequence 


1, Appli 




op 
3 o 


97 
3 / 


9 S 


2198 


4 


TIS-1 0-044-205A-1 

UO XU vT 1 «v VJ «J^V X 


Sequence 


1, Appli 




9 Q 

3 y 


97 
3 f 


9 S 


2859 


3 


nq- 09- 92 3 -68 4 -2 

UO \J Z/ Zf Ct sJ VJU " £4 


Sequence 


2, Appli 




4 o 


97 
3 / 


Z. • 3 


3920 


3 


US- 09- 9? 3 -68 4-1 

UO VJ _7 Z> C+ O \J sj *3 X 


Sequence 


1, Appli 




4 1 
4 J. 


9 6 

3 D 


9 4 

Z • 4 


44 


2 


US-08- 38 1-572-5 

UO UO OOX >J 1 tm >J 


Sequence 


5, Appli 




4 9 
4 Z 


9 6 

3 D 


9 4 

£. . 4 


44 


2 


TIS-0R-3R1 -572-6 

UO UO OOX *J I \J 


Sequence 


6, Appli 




4 9 

4 3 


9 6 

3 D 


9 4 

•£ • 4 


44 


2 


TIS- OR - 592-820-5 

VJO VJ VJ «J -/ U£i V *-> 


Sequence 


5, Appli 




4 4 
4 4 


96 
3 o 


9 4 


44 


2 


TIS-0R-592-820-6 

VJO VJ <J *J -J C U \J w 


Sequence 


6, Appli 




4 5 


36 
o o 


? 4 
z. . i 


44 


2 
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